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Supplementary Tables 1-2 II. Supplementary Figures 1-6 III. Table S1 . Data collection and refinement statistics. 4Y4O (1)) lacking ions and water molecules. Calculations were performed using Area-Imol program from the CCP4 suite (2) using a cisplatin-size sphere of 2.2Å-radius. Red dashed line indicates arbitrary border between N7-atoms with high and low solvent accessibility. Total quantities of purine residues with high and low solvent accessibilities are indicated in the insets. Note that in the 70S ribosome the majority (>2,205) of the N7-atoms of purine residues are solvent-exposed. Also, note that cisplatin modifies not only the residues with high solvent-accessibility, but also partially buried residues, such as A790 in the 16S rRNA or A2531 in the 23S rRNA, which points to the extreme specificity of (1)). To identify all the guanine residues, whose N7-atoms directly coordinate Mg 2+ ions, we used a custommade software that searches for Mg 2+ ions within 3.5Å from every N7-atom in a given structure. Comparison of ribosome interactions with cisplatin (yellow, current structure) and the ribosometargeting antibiotic amicoumacin A (blue, PDB code: 4W2F (5)). mRNA is shown in magenta.
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Although, cisplatin and amicoumacin A bind to slightly different but spatially close sites on the 70S ribosome, they both act in a conceptually similar manner and tether mRNA to the 16S rRNA. 
